. Cell growth rate of WT-, Y42C-, and Y42S-transfected MKN74 cells compared to the growth rate of the mock group. Cell lines were seeded in a cell culture plate and then incubated for 7 days. The viable cells were measured with a CellTiter-Glo 3D Cell Viability Assay on day 1, 4 and 7. Data are shown as mean ± SD (n=3). WT, wild-type.
. Gene Set Enrichment Analysis (GSEA) of the mock/WT cohort vs. Y42C/Y42S cohort using hallmark gene sets from the Molecular Signature Database. The enrichment plots have been categorized into those statistically significant signatures in the mock/WT group (A), and those in the Y42C/Y42S group (B) . Each enrichment plot illustrates the specific gene sets associated with the difference between two cohorts. Figure S3 . Heat maps of a Gene Set Enrichment Analysis (GSEA) of mock/WT vs. Y42C/Y42S using the gene signatures reported after treatment with a ROCK inhibitor. The genes include all the core genes that drive the enrichment score of the GSEA clusters. The results for downregulated genes are in the left panel, and for upregulated genes in the right panel. WT, wild-type. 
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